A half diallel set of eight newly developed white kernel colour quality protein maize inbred lines was utilized to evaluate general combining ability and specific combining ability for yield and its components characters. Combining ability analysis revealed that estimate of specific combining ability (SCA) variances were higher than general combining ability (GCA) variances for all the traits under study, indicating predominance of non-additive gene action of these traits. The parents HUZQPM 3-2, HUZQPM 6-2 and HUZQPM 5 were identified as good combiners for yield and the related traits. The best experimental hybrids, on the basis of specific combining ability (SCA) effects for yield per plant and two to five of its component was HUZQPM 1-1 X HUZQPM 3-2 followed by HUZQPM 1-1 X HUZQPM 5 and HUZQPM 2 X HUZQPM 4-2. Hence, these crosses may be exploited for commercial cultivation in North East Plain Zone (NEPZ) of maize growing area after extensive testing.
INTRODUCTION
Maize (Zea mays L.) has great yield potential and attained the leading position among cereals in terms of production as well as productivity. Maize production in the country can be increased through hybridization and utilization of appropriate germplasms having sufficient diversity for different quantitative traits. The maize kernel contains approximately 60-70% carbohydrate, 9-11.5% crude protein, 2-3% crude fibre, 3-5% lipid and 20 mg of calcium/ 100 g of kernel. A genetic approach to improve the nutritional quality of maize protein yielded the quality protein maize (QPM) which contains opaque-2, a single gene mutation that alter the protein composition of the endosperm protein and nearly double the essential amino acid concentrations than the normal maize grain and yielded 10 % more grains than traditional maize varieties. The single cross quality protein maize hybrids have become popular among Indian farmers due to their high yield potential and excellent uniformity.
Development of new hybrid in maize requires information about genetic structure of the parental lines and their progenies. This information can be derived from different mating designs such as diallel (Hayman 1954 , Jinks 1954 and Griffing 1956 ) and line x tester (Kempthorn 1957) crosses. Diallel crosses have been widely used in genetic research to investigate the inheritance of important traits among a set of genotypes. Combining ability is a powerful tool in identifying the best combiners for hybridization especially, when a large number of advance inbred lines are available and most promising onces are to be selected on the basis of their ability to give superior quality protein maize hybrids. General and specific combining ability are due to genes which are largely additive and dominance or epistatic effects respectively (Spraque and Tatum, 1942) . The relative magnitude of general combining ability and specific combining ability help in selecting the appropriate procedure for achieving maximum genetic advance. The success in commercial production of hybrid maize depends on the availability of productive diverse quality protein maize inbred lines and clear knowledge of gene action for specific traits therefore, the present investigation was undertaken to study the general and specific combining ability for grain yield and yield contributing traits. 
MATERIALS AND METHODS

RESULTS AND DISCUSSIONS
The anal y si s o f v ar i ance (Tabl e 1) revealed that significant differences among the treatments for all the traits indicating sufficient amount of genetic variability is present among the parents and hybrids. The variance due to general and specific combining ability were highly significant for all the characters under study, indicated that the influence of both additive and non-additive effects in the expression of these characters. The influence of both types of gene effects were also observed by Muraya et al. The estimate of GCA effects showed that the parents H UZQPM 3-2, H UZQPM 6-2 and H UZQPM 5 with significant positive GCA effects were good combi ners for yield and yield attributing traits like plant height, ear length, number of ker nels per row, 1000-kernel weight and also for qualitative traits viz protein, tryptophan and lysine content ( Table 2 
